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D Solution structure of the sequence-specific HMG box 
of the lymphocyte transcriptional activator Sox-4. 
Leo PA van Houte, Vasily P Chuprina, Marc van der 
Wetering, Rolf Boelens, Robert Kaptein and Hans Clevers 
(1995). J. Bioi. Chern. 270,30516-30524. 
The cloning of the RNA polymerase I transcription factor UBF 
originally led to the recognition of a novel type of DNA-
binding domain, the so-called H\IG box. Two groups of HMG 
box proteins have been identified. The abundant chromosomal 
protein HMG-l belongs to the first group, that contains 
multiple HI\IG boxes. Proteins in the second group carry a 
single HivIG box with affinity for the minor groove of the 
heptamer motif AACAAAG or variations thereof. The authors 
report the solution structure of the sequence-specific HI\IG 
box of the SRY-related protein Sox-4. NMR analysis 
demonstrated the presence of three a-helices. Helices I and II 
are positioned in an anti parallel mode and form one arm of the 
HMG box. Helix III is less rigid, makes an average angle of 
about 90' with helices I and II, and constitutes the other arm 
of the molecule. 
22 December 1995, The Journal of Biological Chemistry 
D Structure of high affinity complex of inositol 
trisphosphate with a phospholipase C pleckstrin 
homology domain. Kathryn M Ferguson, Mark A Lemmon, 
Joseph Schlessinger and Paul B Sigler (1995). CeI/S3, 
1037-1046. 
Pleckstrin homology (PH) domains are structural modules of 
around 120 amino acids that appear to be important for 
membrane association of proteins involved in intracellular 
signaling and the cytoskeleton. The crystal structure of the 
complex between the PH domain from rat phospholipase Cool 
and inositol-(1,4,S)-trisphosphate (IP,) shows that IP, binds on 
the positively charged face of the electrostatically polarized 
domain, interacting predominantly with two surface loops. The 
authors suggest that, using electrostatics and varying levels of 
phospholipid head-group specificity, PH domains may localize 
and orient signaling proteins, providing a general membrane 
targeting and regulatory function. 
15 December 1995, Cel/ 
D The structure of the G protein heterotrimer Gia1131'Y2' 
Mark A Wall, David E Coleman, Ethan Lee, Jorge A lniguez-
Liuhi, Bruce A Posner, Alfred G Gilman and Stephen R 
Sprang (1995). CeI/S3, 1047-1058. 
The a and 13'Y subunits of signal-transducing G proteins are 
maintained in an inactive state by their mutual association in a 
heterotrimer complex. The crystal structure of the inactive 
heterotrimer G jcd (GDP)I3 I 'Yz (at 2.3 A) reveals two 
non-overlapping regions of contact between a and 13, an 
extended interface between 13 and nearly all of 'Y, and limited 
interaction of a with 'Y. The major a/13 interface covers switch II 
of a, and GTP-induced rearrangement of switch II causes 
subunit dissociation during signaling. Alterations in GOP binding 
in the heterotrimer (compared with a-GOP) explain stabilization 
of the inactive conformation of ex by 13'Y. Repeated Trp-Asp 
motifs in 13 form a circularized sevenfold l3-propeller. The 
conserved cores of these motifs are a scaffold for display of their 
more variable linkers on the exterior face of each propeller blade. 
1 5 December 1 995, Cel/ 
D The solution structure of the human ETS1-DNA complex 
reveals a novel mode of binding and true side chain 
intercalation. Milton H Werner, G Marius Clore, Constance 
L Fisher, Robert J Fisher, Loc Trinh, Joseph Shiloach and 
Angela M Gronenborn (1995). CeI/S3, 761-771. 
The ETS family is involved in a wide variety of biological 
processes., including growth control and development, 
transformation, and T-cell activation. Members of this family 
have a helix-tum-helix (HTH) motif and an overall topology 
very similar to that of the catabolite gene activator protein. The 
solution structure of a 24.4 kDa specific complex of the DNA-
binding domain of the human ETSI oncoprotein with a DNA 
17 -mer was solved by NMR, revealing the nature of the 
protein-DNA interaction. Major groove recognition involves the 
HTH recognition helix, while minor groove recognition occurs 
via true intercalation of the side chain of Trp28, which extends 
from the minor to the major groove. This results in a sharp kink 
of _60' and a widening of the minor groove over one-half turn 
of the DI\A These observations establish the ETS family of 
DNA-binding proteins as a distinct family of HTH proteins. 
1 December 1995, Cel/ 
D Atomic model of a pyrimidine dimer excision repair 
enzyme complexed with a DNA substrate: structural 
basis for damaged DNA recognition. Dmitry G Vassylyev, 
Tatsuki Kashiwagi, Yuriko Mikami, Mariko Ariyoshi, 
Shigenori Iwai, Eiko Ohtsuka and Kosuke Morikawa 
(1995). CeI/S3, 773-782. 
T4 endonuclease V is a DNA repair enzyme from bacteriophage 
T4 that catalyzes the first reaction step of the pyrimidine dimer-
specific base excision repair pathway. The crystal structure of 
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this enzyme complexed with a duplex Dj\,"A substrate, 
containing a thymine dimer is presented. The DNA duplex 
exhibits a unique conformation in which a sharp kink occurs with 
a 60° inclination at the central thymine dimer. The adenine base 
complementary to the 5' side of the thymine dimer is completely 
flipped out of the DNA duplex and trapped in a cavity on the 
protein surface. These results suggest a general mechanism of 
how repair enzymes recognize damaged DNA duplexes. 
1 December 1 995, Cell 
o Crystal structure of the flavohemoglobin from 
Alcaligenes eutrophus at 1.75 A resolution. Ulrich 
Ermler, Roman A Siddiqui, Rainer Cramm and Barbel 
Friedrich (1995). EMBO 1. 14, 6067-6077. 
The crystal structure of flavohemoglobin from the Gram-
negative bacterium Alcaligenes eutrophus reveals two fused 
modules: a heme-binding module, which belongs to the globin 
family, and an FAD-binding oxidoreductase module, which 
adopts a fold like ferredoxin reductase. Comparison with other 
members of the ferredoxin reductase family shows similar 
tertiary structures for the individual F AD- and cofactor (NAD)-
binding domains but largely different interdomain orientations. 
The heme and FAD molecules are 6.3 A apart with an 
interplanar angle of 80 0 • The electron transfer from FAD to 
heme occurs in a predominantly polar environment and may 
occur directly or be mediated by a water molecule. 
15 December 1995, The EMBO Journal 
o Novel topology of a zinc-binding domain from a protein 
involved in regulating early Xenopus development. 
Katherine LB Borden, John M Lally, Stephen R Martin, 
Nicola J O'Reilly, Laurence D Etkin and Paul S Freemont 
(1995). EMBO 1. 14, 5947-5956. 
Xenopus nuclear factor XI\'"F7 is a multi domain protein which 
functions in patterning of the embryo. Its domains include a 
tripartite motif comprising a zinc-binding RING finger and 
B-box domain next to a predicted a-helical coiled-coil domain. 
The paper describes the solution structure of the XNF7 B-box 
zinc-binding domain. The B-box consists of two f)-strands, two 
helical turns and three extended loop regions packed in a 
novel topology. One zinc atom is ligated in a Cysz-Hisz 
tetrahedral arrangement. The B-box structure lacks homology 
to any other known zinc-binding motif. 
1 December 1995, The EMBO Journal 
o Crystal structure of the Va domain of a T cell antigen 
receptor. Barry A Fields, Bertram Ober, Emilio L Malchiodi, 
Marina I Lebedeva, Bradford C Braden, Xavier Ysern, 
Jin-Kyoo Kim, Xuguang Shao, E Sally Ward and Roy A 
Mariuzza (1995). Science 270, 1821-1824. 
The crystal structure of the variable domain of the a-subunit (Va) 
of a T cell antigen receptor (TCR) reveals an immunoglobulin 
topology set different from those previously described. A switch 
in a polypeptide strand from one f)-sheet to the other enables a 
pair of V a homodimers to pack together to form a tetramer. The 
authors propose a model of an (af))z TCR tetramer and how it 
interacts with the major histocompatibility complex class II (af))z 
tetramer via the third hypervariable loop of Va positioned over 
the :'\-terminal portion of the antigenic peptide and the 
corresponding loop of V 13 over its C-terminal residues. 
15 December 1995, Science 
'::::1 Crystal structure of the ternary complex of 
Phe-tRNAPhe, EF-Tu, and a GTP analog. Poul Nissen, 
Morten Kjeldgaard, Smen Thirup, Galina Polekhina, 
Ludmila Reshetnikova, Brian FC Clark and Jens Nyborg 
(1995). Science 270,1464-1472. 
The crystal structure of the ternary complex consisting of yeast 
phenylalanyl-transfer RI\'"A (Phe-tR:--';APhe), Thermus aquaticus 
elongation factor Tu (EF-'1'u), and the guanosine triphosphate 
(GTP) analog GDPNP was determined at 2.7 A resolution. 
The EF -Tu-GDPNP component binds to one side of the 
acceptor helix of Phe-tRNAPhe involving all three domains of 
EF -Tu. Binding sites for the phenylalanylated CCA end and 
the phosphorylated 5' end arc located at domain interfaces, 
whereas the T stem interacts with the surface of the f)-barrel 
domain 3. The overall shape of the ternary complex is similar 
to that of the translocation factor, EF -G-GDP, and this 
suggests a novel mechanism involving 'molecular mimicry' in 
the translational apparatus. 
1 December 1995, Science 
C Solution structure of the activator contact domain of 
the RNA polymerase a subunit. Young Ho Jeon, 
Tomofumi Negishi, Masahiro Shirakawa, Toshio Yamazaki, 
. Nobuyuki Fujita, Akira Ishihama and Yoshimasa Kyogoku 
(1995). Science 270, 1495-1497. 
The solution structure of the C-terminal domain of the 
Escherichia coli RNA polymerase a subunit (aCTO), which is 
regarded as the contact site for transcription activator proteins 
and for the so-called 'UP' element of the PI promoter, 
comprises four helices and two long arms enclosing its 
hydrophobic core, and has a topology distinct from those of 
other DNA-binding proteins. The UP element binding site 
was found on the surface comprising helix 1, the N-terminal 
end of helix 4, and the preceding loop. Mutation experiments 
indicate that the contact sites for transcription activator 
proteins are also on the same surface. 
1 December 1995, Science 
o A 26 kDa yeast DNA topoisomerase I fragment: 
crystallographic structure and mechanistic implications 
Neal Lue, Amit Sharma, Alfonso Mondragon and James C 
Wang (1995). Structure 3,1315-1322. 
Type I DNA topoisomerases are ubiquitous enzymes that 
participate in replication and transcription. The crystal 
structure of a 26 kDa fragment (residues 135 to about 363) of 
Saaharomyces cerevisiae DNA topoisomerase I was determined 
at 1.9 A resolution. The fragment has a novel architecture 
comprising a concave platform and a pair of outlying V-shaped 
helices. Biochemical experiments show that the positively 
charged concave surface and the junction region of the 
V-shaped pair of helices contact DNA in the enzyme-D"IA 
complex. A molecular model for protein-DNA interaction 
based on these data is proposed. 
1 5 December 1995, Structure 
D Structure and catalytiC mechanism of glucosamine 
6-phosphate deaminase from Escherichia coli at 2.1 A 
resolution. Glaucius Oliva, Marcos RM Fontes, Richard C 
Garratt, Myriam M Altamirano, Mario L Calcagno and 
Eduardo Horjales (1995). Structure 3, 1323-1332. 
Glucosamine 6-phosphate deaminase is an allosteric 
hexameric enzyme which catalyzes the reversible conversion 
of o-glucosamine 6-phosphate into o-fructose 6-phosphate 
and ammonium ion. The crystal structure of glucosamine 
6-phosphate deaminase with bound phosphate ions is presented 
at 2.1 A resolution together with the refined structures of the 
enzyme in complexes with its allosteric activator and with a 
competitive inhibitor. The protein fold is a modified 
NAD-binding domain and probably adopts the R state (active) 
conformer. A mechanism for the deaminase reaction is proposed. 
15 December 1995, Structure 
D Two conformations of the integrin A-domain 
(I-domain): a pathway for activation? Jie-Oh Lee, Laurie 
Anne Bankston, M Amin Arnaout and Robert C Liddington 
(1995). Structure 3, 1333-1340. 
Integrins are plasma membrane proteins that mediate 
adhesion to other eells and to components of the 
extracellular matrix. Most integrins are constitutively 
inactive in resting cells and activation is associated with 
conformational changes in their extracellular portions. A 
ISO-residue fragment of several integrins (the A- or 
I-domain) has many of the ligand-binding properties of the 
intact integrin. The authors describe the structure of the 
I-domain with bound Mn2+. Comparison with the structure 
with bound Mg2+ reveals a change in metal coordination 
which is linked to a large (10 A) shift of the protein. The 
authors propose that the Mgz+ form represents the 
conformation of the domain in the active state and the Mnz+ 
form the conformation in the inactive state of the integrin. 
15 December 1995, Structure 
D The crystal structure of chloroperoxidase: a heme 
peroxidase-cytochrome P450 functional hybrid. 
Munirathinam Sundaramoorthy, James Terner and Thomas 
L Poulos (1995). Structure 3, 1367-1377. 
Chloroperoxidase (CPO) is a versatile heme-containing 
enzyme that exhibits peroxidase, catalase and cytochrome 
P450-like activities in addition to catalyzing halogenation 
reactions. CPO folds into a novel tertiary structure dominated 
by eight helical segments. The proximal side of the heme in 
CPO resembles cytochrome P450, whereas the distal side of 
the heme is 'peroxidase-like'. Access to the heme pocket is 
restricted to the distal face accounting for the P450-like 
reactions catalvzed by chloroperoxidase. 
15 December 1995, Structure 
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D Crystal structure of human Charcot-Leyden crystal 
protein, an eosinophil Iysophospholipase, identifies it 
as a new member of the carbohydrate-binding family of 
galectins. Demetrios D Leonidas, Boris LEibert, Zeqi 
Zhou, Hakon Leffler, Steven J Ackerman and K Ravi 
Acharya (1995). Structure 3, 1379-1393. 
The Charcot-Leyden crystal (CLC) protein is a major 
autocrystallizing constituent of human eosinophils and 
basophils. Although CLC protein possesses lysophospholipase 
activity, its role(s) in eosinophil or basophil function has 
remained speculative. The crystal structure of the CLC 
protein was determined at 1.8 A resolution. The overall 
structural fold of CLC protein is highly similar to that of 
galectins-1 and -2, members of an animallcctin family. The 
CLC protein structure possesses a carbohydrate-recognition 
domain comprising most of the carbohydrate-binding residues 
that are conserved among the galectins. Despite CLC protein 
having no significant sequence or structural similarities to other 
lysophospholipases or lipolytic enzymes, a possible 
lysophospholipase catalytic triad has also been identified 
within the CLC structure, making it a unique dual-function 
polypeptide. 
1 5 December 1 995, Structure 
D Structure of the biotinyl domain of acetyl-coenzyme A 
carboxylase determined by MAD phasing. Francis K 
Athappilly and Wayne A Hendrickson (1995). Structure 3, 
1407-1419. 
Acetyl-coenzyme A carboxylase is a three-domain protein that 
catalyzes the first committed step of fatty acid biosynthesis. A 
biotinyl domain shuttles biotin between the active sites of a 
biotin carboxylase and a carboxyl transferase. This paper 
describes the crystal structure of the biotinyl domain at 1.8 A 
resolution. The structure consists of a capped [3 sandwich with 
quasi-dyad symmetry. Each half contains a characteristic 
hammerhead motif. The biotinylated lysine is located at a 
hairpin [3 turn which connects the two symmetric halves of the 
molecule. This is the first crystal structure of a biotinyl domain 
and implications for the catalytic mechanism are discussed. 
15 December 1995, Structure 
::::J Crystal structure of the RAR--y ligand-binding domain 
bound to all-trans retinoic acid. Jean-Paul Renaud, 
Natacha Rochel, Marc Ruff, Valerie Vivat, Pierre Cham bon , 
Hinrich Gronemeyer and Dino Moras (1995). Nature 378, 
681-689. 
Retinoic acid receptors (RARs) belong to the nuclear receptor 
superfamily and act as ligand-inducible transcriptional 
regulators. The 2.0 A crystal structure of the ligand-binding 
domain (LBD) of human RAR--y bound to all-trans retinoic 
acid reveals the ligand-binding interactions and suggests an 
electrostatic guidance mechanism. The overall fold is similar to 
that of the human RXR-a apo-LBD, except for the C-terminal 
part which folds back towards the LBD core, contributing to 
the hydrophobic ligand pocket and 'sealing' its entry site. 
The authors propose a 'mouse trap' mechanism whereby a 
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ligand-induced conformational transition repositions the 
amphipathic a-helix of the transactivating domain to form 
an active receptor. 
14 December 1995, Nature 
o A structural role for hormone in the thyroid hormone 
receptor. Richard L Wagner, James W Apriletti, Mary E 
McGrath, Brian L West, John D Baxter and Robert J 
Fletterick (1995). Nature 378, 690-697. 
The crystal structure of the rat a 1 thyroid hormone receptor 
ligand-binding domain in the presence of a bound thyroid 
hormone agonist reveals that ligand is completely buried 
within the domain as part of the hydrophobic core. In addition, 
the C-terminal activation domain forms an amphipathic helix, 
with its hydrophobic face constituting part of the hormone-
binding cavity. These observations suggest a structural role for 
ligand, in establishing the active conformation of the receptor, 
that is likely to underlie hormonal regulation of gene 
expression for the nuclear receptors. 
14 December 1995, Nature 
o Crystal structure of SIV matrix antigen and implications 
for virus assembly. Zihe Rao, Alexander S Belyaev, 
Elizabeth Fry, Polly Roy, Ian M Jones and David I Stuart 
(1995). Nature 378, 743-747. 
Simian immunodeficiency virus (SIV) is closely related to HIV. 
Their matrix antigens (MAs) share some 50% sequence 
identity. MA is a component of Pr55Gag, the sole protein 
required for assembly of the virion shell. MA targets Pr5S to 
the plasma membrane, and facilitates incorporation of the virus 
envelope protein and assembly of the Pr55Gag shell. Cleavage 
of Pr55 by the viral protease produces the mature protein of 
relative molecular mass 17-18K, which underlies the host-
derived membrane and is important in both virus entry and 
nuclear localization of the virion core. The authors report the 
crystal structure of SIV MA. The molecule forms a trimer 
consistent with oligomerization in vitro, the observed virion 
architecture, and various biological properties of MA. 
14 December 1 995, Nature 
o A 3s-A movement of smooth muscle myosin on ADP 
release. Michael Whittaker, Elizabeth M Wilson-Kubalek, 
Joseph E Smith, Lynn Faust, Ronald A Milligan and H Lee 
Sweeney (1995). Nature 378,748-751. 
Myosin II crossbridges interact with F -actin producing power-
strokes of around 100 A, during which the products of ATP 
hydrolysis are released. This has been postulated to involve an 
articulation of the myosin head (S1) on actin, or substantial 
conformational changes in Sl itself. Here the authors present 
three-dimensional maps ofSl-decorated F-actin in the 
presence and absence of MgADP. The myosin motor domain 
is similar in both states but there are major orientational 
differences in the light-chain-binding domain. This domain 
acts as a rigid lever arm pivoting about the end of the motor 
domain and swinging -Z3°, resulting in a -35 A step. Small, 
nucleotide-mediated conformational changes in the motor 
domain may thus be converted by the light-chain domain into 
large movement steps. 
14 December 1995, Nature 
o A 32° tail swing in brush border myosin I on ADP 
release. James D Jontes, Elizabeth M Wilson-Kubalek and 
Ronald A Milligan (1995). Nature 378, 751-753. 
Brush border myosin I (BBMI) is a single-headed, 
unconventional myosin from intestinal microvilli, composed of a 
heavy chain (M, 119K) and three calmodulin light chains. 
Although believed to have a largely structural role, it exhibits 
the normal actin-activated ATPase and motility properties 
associated with the myosin superfamily. Here the authors 
present three-dimensional maps of BBMI-decorated actin 
filaments with and without bound MgADP. While the motor 
domain remains in a state similar to rigor, the light-chain-
binding domain swings through -3Zo, resulting in a -so A 
movement at the end of the region visualized (the second 
calmodulin light chain). This could correspond to -72 A 
movement of the entire domain. Although qualitatively similar 
to the movement observed in myosin II, the magnitude of the 
change is sufficiently different to suggest that structural changes 
during the actomyosin ATPase cycle differ among myosins. 
14 December 1995, Nature 
o Structure and ligand recognition of the 
phosphotyrosine binding domain of She. Ming-Ming 
Zhou, Kodimangalam S Ravichandran, Edward T 
Olejniczak, Andrew M Petros, Robert P Meadows, Michael 
Sattler, John E Harian, Warren S Wade, Steven J Burakoff 
and Stephen W Fesik (1995). Nature 378, 584-592. 
The adaptor protein Shc contains three domains: a 
phosphotyrosine binding (PTB) domain, a collagen homology 
domain and an SHZ domain. The SHZ and PTB domains bind 
tyrosine-phosphorylated proteins with different specificities. 
The solution structure of the PTB domain of Shc complexed 
with a phosphopeptide reveals an alternative mode of 
recognizing tyrosine-phosphorylated proteins. The fold of the 
PTB domain resembles a pleckstrin homology domain (a 
I)-sandwich capped by an a-helix). Phosphopeptide binding to 
PTB is quite different from binding to SHZ domains: the 
peptide binds parallel, rather than perpendicular, to the 
I)-sheet; the PTB domain recognizes the N-terminal, pY-S 
residue via a hydrophobic pocket, rather than the C-terminal 
p Y +Z residue recognized by SHZ domains; and the peptide 
adopts a I)-turn rather than an extended structure. 
7 December 1995, Nature 
o Crystal structures of human calcineurin and the human 
FKBP12-FKS06-calcineurin complex. Charles R 
Kissinger, Hans E Parge, Daniel R Knighton, Cristina T 
Lewis, Laura A Pelletier, Anna Tempczyk, Vincent J Kalish, 
Kathleen D Tucker, Richard E Showalter, Ellen W 
Moomaw, Louis N Gastinel, Noriyuki Habuka, Xinghai 
Chen, Fausto Maldonado, John E Barker, Russel Bacquet 
and J Ernest Villafranca (1995). Nature 378, 641-644. 
Calcineurin (CaN) is a calcium- and calmodulin-dependent 
protein serine/threonine phosphatase involved in T-cell 
activation. CaN is the target of the immunosuppressive drugs 
cyclosporin A and FK506, which inhibit CaN after forming 
complexes with cytoplasmic binding proteins (cyclophilin and 
FKBPI2, respectively). The authors present the crystal 
structures of full-length human CaN at 2.1 A resolution and 
the complex of human CaN with FKBP12-FK506 at 3.5 A 
resolution. In the native CaN structure, an auto-inhibitory 
element binds at the Zn/Fe-containing active site. The 
metal-site geometry and active-site water structure suggest a 
catalytic mechanism involving nucleophilic attack on the 
substrate phosphate by a metal-activated water molecule. In 
the ternary complex, the auto-inhibitory element is displaced 
from the active site. The site of binding of FKBPI2-FK506 
appears to be shared by other non-competitive inhibitors of 
CaN, including a natural anchoring protein. 
7 December 1 995, Nature 
o Three-dimensional structure of human lysosomal 
aspartylglucosaminidase. Carita Oinonen, Ritva Tikkanen, 
Juha Rouvinen and Leena Peltonen (1995). Nat. Struct. 
BioI. 2, 1102-1108. 
Aspartylglucosaminidase (AGA) is a lysosomal hydrolase that 
catalyzes the hydrolysis of the N-glycosidic linkage between 
oligosaccharide and asparagine. The crystal structure of human 
AGA was determined. Two Ci- and l3-chains are found to pack 
together forming a heterotetramer. The catalytically essential 
residue, the N-terminal threonine of the l3-chain, is situated in 
the deep pocket of the funnel-shaped active site. On the basis 
of the structure of the enzyme-product complex, the authors 
present a catalytic mechanism for this lysosomal enzyme with 
an exceptionally high pH optimum. 
December 1995, Nature Structural Biology 
o Crystal structure of NADH oxidase from Thermus 
thermophilus. HJ Hecht, H Erdmann, HJ Park, M Sprinzl, 
and RD Schmid (1995). Nat. Struct. BioI. 2, 1109-1114. 
NADH oxidase catalyzes the oxidation ofl\'AD(P)H using 
FMN or FAD as cofactor. The crystal structure ofNADH 
oxidase from Thermus thermophilus has been determined with 
both FAD and FMN bound (to 2.3 A and 1.6 A resolution, 
respectively). The structure of the homodimeric enzyme 
consists of a central four-stranded antiparallell3-sheet covered 
by helices, a more flexible domain formed by two helices, and 
a C-terminal excursion connecting the subunits. The active 
sites are located in a deep cleft between the subunits. The 
binding site of the flavin cofactor lacks the common 
nucleotide-binding fold and differs from the FMN-binding site 
found in flavodoxins. 
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